The species Sphingomonas adhaesiva was proposed by Yabuuchi et al. [1] , together with the description of the genus Sphingomonas, with the type strain GIFU 11458 T (=JCM 7370 T =NBRC 15099 T =DSM 7418 T ). However, a less than 200 bp length 16S rRNA gene sequence of the type strain was provided in the original species description. Later, the almost full length 16S rRNA gene sequence of S. adhaesiva IFO 15099 T (=NBRC 15099 T ) was reported by Takeuchi et al. [2] under the GenBank/EMBL/DDBJ accession number D13722. The sequence was finally adopted by the List of Prokaryotic names with Standing in Nomenclature (LPSN) and has been used in many phylogenetic analyses and descriptions of novel taxa [3] [4] [5] [6] [7] [8] [9] .
During the phylogenetic study of the genus Sphingomonas and closely related genera including Sphingopyxis, Sphingobium, Novosphingobium and Sphingorhabdus, we found that Sphingomonas adhaesiva always formed a stable cluster with species of the genus Sphingopyxis, and was positioned far away from the genus Sphingomonas in different phylogenetic trees (Fig. S1 , available in the online version of this article), implying that Sphingomonas adhaesiva might not belong to the genus Sphingomonas. To ascertain the taxonomic position of Sphingomonas adhaesiva, we obtained the type strain, DSM 7418 T , from DSMZ (Deutsche Sammlung von Mikroorganismen und Zellkulturen GmbH). The 16S rRNA gene sequence of strain DSM 7418
T was amplified and sequenced by using universal bacterial primers. A 1429 bp length sequence was obtained and deposited into GenBank under the accession number KY927401. It was compared with the originally described sequence (accession number: D13722) by using BLAST. The two sequences showed differences, with the similarity between them only 91.8 %. Furthermore, we checked the 16S rRNA gene sequences of the type strains, including strain JCM 7370 T (accession number: D16146) and strain NBRC 15099 T (accession number: AB680766). Our sequence (KY927401) shared 99.4 and 100 % similarities with those of JCM 7370 T and NBRC 15099 T , respectively. The 16S rRNA gene sequences of type strains from three different culture collections all showed huge differences from the originally described sequence (D13722), indicating that it was not the correct sequence for the Sphingomonas adhaesiva and should be replaced by the newly described sequence of KY927401 or D16146. As the sequence of D16146 contained several unknown nucleotides 'N', the sequence of KY927401 is recommended in preference.
We reconstructed the phylogenetic trees for the genus Sphingomonas with its closely related genera by using the new sequence of KY927401 and found that Sphingomonas adhaesiva formed a stable branch in the genus Sphingomonas and was most closely related to Sphingomonas ginsenosidimutans KACC 14949 T [10, 11] (Fig. S2) . Interestingly, the wrong sequence of Sphingomonas adhaesiva (D13722) was also used in the description of Sphingomonas ginsenosidimutans, and the authors did not find that the most closely related type strain should be Sphingomonas adhaesiva [10] . Therefore, the differentiation of Sphingomonas ginsenosidimutans from Sphingomonas adhaesiva was completely neglected. The real similarity of the 16S rRNA gene sequences of the two species is 99.6 %, which is much higher than the threshold value of 98.65 % for species discrimination suggested by Kim et al. [12] . To fully understand the relationship between Sphingomonas ginsenosidimutans and Sphingomonas adhaesiva, comparison of whole genome sequences, phenotypic characteristics and fatty acid profiles were performed in the present study.
The whole genome sequences of Sphingomonas ginsenosidimutans KACC 14949
T and Sphingomonas adhaesiva DSM 7418
T were sequenced and assembled by the Personal Biotechnology Co. (Shanghai, China) with an Illumina Miseq platform and subsequently deposited in the NCBI database under the accession numbers NWVD00000000 and NWVC00000000, respectively. We also obtained another genome sequence of Sphingomonas adhaesiva NBRC 15099 T (accession number: NZ_BCWT01000001) from the NCBI database. The genome information showed minor differences in the genomic DNA G+C contents between Sphingomonas ginsenosidimutans (68.77 mol%) and Sphingomonas adhaesiva (68.55-69.15 mol%). However, all these values were quite different from 65.6 mol% (Sphingomonas ginsenosidimutans) and 67.2 mol% (Sphingomonas adhaesiva) in the original species descriptions [1, 10] . There is no doubt that the whole genome sequencing method gave more precise results in terms of the genomic DNA G+C contents. The average nucleotide identity (ANI) and digital DNA-DNA hybridization (dDDH) based on whole genome sequences were calculated, respectively, by using the ANI calculator (http://www.ezbiocloud.net/tools/ani) and the Genome-to-Genome Distance Calculator (GGDC 2. T were compared under the same conditions by using API 20NE and ZYM kits (bioM erieux), according to the manufacturer's instructions. The two type strains showed the same reactions in most phenotypic tests except for b-galactosidase and b-glucuronidase activity, and the assimilation of maltose (Table 1) . Both the arginine dihydrolase and urease of Sphingomonas ginsenosidimutans KACC 14949 T in API 20NE kit tests were positive in the original description [10] , while they all showed negative reactions in the present study, and the same results were also obtained in the API 20NE tests performed by Liu et al. [15] and Lee et al. [16] , respectively. Therefore, we conclude that some errors exist in the original description of Sphingomonas ginsenosidimutans. Table 2 ).
The data based on the whole genome sequences, phenotypic characteristics and fatty acid profiles all support Sphingomonas adhaesiva and Sphingomonas ginsenosidimutans being two distinct species of the genus Sphingomonas. Taking the . +, Positive; -, negative; W, weakly positive. Both strains were positive for the hydrolysis of aesculin, alkaline phosphatase, esterase (C4), esterase lipase (C8), lipase (C14), leucine arylamidase, valine arylamidase, cystine arylamidase, trypsin, a-chymotrypsin, acid phosphatase, naphtol-AS-BI-phosphohydrolase, a-galactosidase, a-glucosidase, b-glucosidase, N-acetyl-b-glucosaminase and the assimilation of D-glucose, D-mannose, N-acetylglucosamine and malic acid, but negative for the hydrolysis of gelatin, nitrate reduction, indole production, glucose fermentation, arginine dihydrolase, urease, a-mannosidase, a-fucosidase, and the assimilation of L-arabinose, D-mannitol, gluconate, capric acid, adipic acid, citrate and phenylacetic acid. The GenBank/EMBL/DDBJ accession number for the 16S rRNA gene sequence of the type strain is KY927401. The genomic DNA G+C content of the type strain is 68.55-69.15 mol%.
EMENDED DESCRIPTION OF SPHINGOMONAS GINSENOSIDIMUTANS (CHOI ET AL. 2011)
The description is as given by Choi et al. [10] , with the following amendments.
Positive for the hydrolysis of aesculin. Negative for arginine dihydrolase and urease. The genomic DNA G+C content of the type strain is 68.77 mol%. 
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